Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.003 Å; R factor = 0.046; wR factor = 0.122; data-to-parameter ratio = 16.8. organic compounds o3140 Sidra et al.
In the title compound C 10 H 11 N 3 O, the mean plane of the indole ring system (r.m.s. deviation 0.0131 Å ) subtends a dihedral angle of 87.27 (5) to the almost planar acetohydrazide substituent (r.m.s. deviation 0.0291 Å ). In the crystal, bifurcated N-HÁ Á Á(O,N) and N-HÁ Á ÁN hydrogen bonds involving the pyrrole N-H grouping combine to form zigzag chains along a. Additional N-HÁ Á ÁO contacts from the hydrazide N-H group augmented by C-HÁ Á Á interactions link the molecules into chains along the a axis. The overall effect of these contacts is a three-dimensional network structure with molecules stacked along the b-axis direction.
Related literature
For the use of hydrazides in the synthesis of heterocyclic compounds, see: Narayana et al. (2005a,b) and in the production of pharmaceuticals, see: Liu et al. (2006) . For related structures, see: Butcher et al. (2007) ; Hou (2009); Li & Ban (2009) ; Sarojini et al. (2007a,b,c,d 
Data collection
Bruker APEXII CCD area detector diffractometer 8600 measured reflections 2329 independent reflections 1294 reflections with I > 2(I) R int = 0.039 Refinement R[F 2 > 2(F 2 )] = 0.046 wR(F 2 ) = 0.122 S = 1.00 2329 reflections 139 parameters H atoms treated by a mixture of independent and constrained refinement Á max = 0.16 e Å À3 Á min = À0.16 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Cg2 is the centroid of the C1-C6 benzene ring. Symmetry codes: (i) x þ 1 2 ; Ày þ 1 2 ; Àz þ 1; (ii) Àx þ 1 2 ; y À 1 2 ; z; (iii) x; Ày À 3 2 ; z À 1 2 .
Data collection: APEX2 (Bruker 2005) ; cell refinement: APEX2 and SAINT (Bruker 2005) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 (Farrugia, 1997) and Mercury (Macrae et al., 2008) ; software used to prepare material for publication: SHELXL97, enCIFer Hydrazides are useful precursors in the synthesis of several heterocyclic compounds. (Narayana et al., 2005a,b) . They are also intermediates in the production of many pharmaceutically important compounds (Liu et al., 2006) . The structures of a number of hydrazides and their derivatives have also been reported (Butcher et al., 2007; Hou, 2009; Li & Ban, 2009; Sarojini et al., 2007a,b,c,d) .
In the title hydrazide compound, the indole ring system is planar (r.m.s. deviation 0.0131 Å) and subtends an angle of 87.27 (5)° to the C9, C10, O10, N2, N3 acetohydrazide substituent which is also planar (r.m.s. deviation 0.0291 Å). In the crystal structure, bifurcated N1-H1N···O10 and N1-H1N···N6 hydrogen bonds together form zigzag chains along a, 
Experimental
Indole 3-methyl ester (500 mg, 2.6 mmole, 1eq) was added to hydrazine hydrate (80%, 4eq) in ethanol. The reaction mixture was refluxed for 2-3 h, allowed to cool and poured into 100 ml of chilled water. The resulting solid was filtered, dried and re-crystallized from ethanol to obtain the product (300 mg, 60%), mp: 143°C. The purity of the compound was confirmed using thin layer chromatography Rf: 0.18, (n-hexane: ethyl acetate). Crystals of the title compound suitable for X-ray analysis were grown from a solution in ethanol at room temperature.
Refinement
N bound H atoms were located in difference Fourier maps and their coordinates were refined with U iso =1.2U eq (N). All Hatoms bound to carbon were refined using a riding model with d(C-H) = 0.93 Å, for aromatic and 0.97 Å for CH 2 H atoms with U iso = 1.2U eq (C).
Computing details
Data collection: APEX2 (Bruker 2005) ; cell refinement: APEX2 and SAINT (Bruker 2005) ; data reduction: SAINT (Bruker 2005) ; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 (Farrugia, 1997) and Mercury (Macrae et al., 2008) ; software used to prepare material for publication: SHELXL97, enCIFer (Allen et al., 2004) Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) (7) 0.0029 (8) 0.0015 (7) O10 0.0671 (9) 0.0300 (6) 0.0752 (9) 0.0049 (6) −0.0198 (7) −0.0020 (6) N2 0.0627 (10) 0.0292 (8) 0.0594 (10) 0.0020 (7) −0.0114 (9) −0.0020 (7) 
